Supplement 1. Methods and Microsatellite Loci used for Genotyping
Pygospio elegans, and Genetic diversity statistics estimated for each sample. We used the methods described by Thonig et al. (2017) to genotype Pygospio elegans at ten microsatellite loci. Since three of the loci showed Hardy-Weinberg deviations and null alleles (Thonig et al. 2017) , they were excluded, and only details for the remaining seven loci are reported here. Briefly, genomic DNA was extracted from individual worms using the Qiagen DNeasy kit (Qiagen Nordic, Helsinki) following the manufacturer's protocol. The microsatellite loci (Table 1) were amplified in two multiplex reactions using Qiagen's Multiplex PCR kit (Qiagen Nordic, Helsinki). Multiplex reactions contained 1X Qiagen Multiplex Master mix and 0.2 µM of each primer. All amplification reactions were carried out in BioRad C1000 or S1000 thermocyclers (Bio-Rad Laboratories, Helsinki) with the following thermocycling program: 95 o C for 15 min followed by 30 cycles of 94 o C for 30 sec, 60 o C for 90 sec and 72 o C for 60 sec, terminating with a 30 min incubation at 60 o C. One microliter of the amplification products were separated together with 0.09 µL GeneScan Liz500 size standard in Hi-Di formamide, using the ABI PRISM 3130xl machine (all Applied Biosystems; Thermo Scientific, Helsinki). Fragments were sized and genotypes assigned using GeneMapper v.3.7. software (Applied Biosystems; Thermo Scientific, Helsinki) and manually checked for errors. Table S1 . Microsatellite loci, repeat found in reference sequence, the primers used for amplification, and GenBank Accession number. The number of alleles and size-range observed in this study are shown. Loci Pe6, and Pe19 were described in Kesäniemi et al. 2012 . The loci were grouped into two multiplex panels: Multiplex 1 contained Loci Pe307, Pe385, and Pe6; Multiplex 2 contained Loci Pe19, Pe234, Pe294 and Pe369. Table S2 . Genetic diversity for each sample. Expected and observed heterozygosity (H e and H o ), and inbreeding coefficient (F IS ) were calculated using Arlequin v.3.5.2 (Excoffier & Lischer 2010) . F IS values with a p-value smaller than 0.05 are indicated with *. Allelic richness and number of private alleles were determined with HP-Rare v1.1 (Kalinowski 2005) . Relatedness was calculated using Coancestry v.1 (Wang 2011 
